Salmonella enterica is a Gram-negative human pathogen widely known to cause food poisoning. Here, the genome of S. enterica phage Shelanagig is described. Its 42,541-bp genome codes for 68 proteins, for which 33 were assigned a predicted function. Shelanagig shares high similarity at the protein level with other Salmonella phages.
It has 68 protein-coding genes on both strands, 33 of which have predicted functions, and the coding density is 94.1%. The phage contains no tRNA genes. The program PhageTerm predicts a headful packaging mechanism (19) . While at the nucleotide level, Shelanagig has the highest identity to Salmonella phages ST3 (GenBank accession number MF001364) and ST1 (GenBank accession number MF001366), at 84.92% and 84.90% similarity, respectively, Shelanagig shares 59 proteins with Salmonella phages SETP7 (GenBank accession number KF562865), wksl3 (GenBank accession number JX202565), and BPS11Q3 (GenBank accession number KX405002). Interestingly, Shelanagig contains the slippery sequence needed to produce a frameshifted version of the tail assembly chaperone, as characterized in Escherichia phage lambda G and GT (20) .
Data availability. The genome sequence and associated data for phage Shelanagig were deposited under GenBank accession number MK931446, BioProject accession number PRJNA222858, SRA accession number SRR8869227, and BioSample accession number SAMN11360386.
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